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Figure S11 Alignment of proteins isoforms related with sugar metabolism or associated pathways. The domains were detected by Pfam database
(https://pfam.xfam.org/) and the amino acid sequences were aligned by MUSCLE algorithm.



Protein isoform sequences alignment using MUSCLE algorithm and similarity percentage (http://imed.med.ucm.es/Tools/sias.html
software). (*)as sequéncias idénticas na posicao; (:) substitui¢des conservativas; (.)substituicdes semi-conservativas.
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Similarity results (http://imed.med.ucm.es/Tools/sias.html software)
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2) Auxin response factor
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Similarity results (http://imed.med.ucm.es/Tools/sias.html software)
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3) Beta glucosidase
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Similarity results (http://imed.med.ucm.es/Tools/sias.html software)
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5) Galactinol-sucrose galactosyltransferase
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Similarity results (http://imed.med.ucm.es/Tools/sias.html software)
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6) Hexosyltransferase
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MELO3C015949.
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MELO3C015949.
MELO3C019691.
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MELO3C015949.
MELO3C019691.
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Similarity results (http://imed.med.ucm.es/Tools/sias.html software)

MELO3C015949.
MELO3C019691.
MEL03C021249.

2
2
2

100%

56.17%
18.72%
MELO3C015949.2 MELO3C019691.2 MEL03C021249.2

100%

18.72% 100%



7) Invertase

inhibitor

MELO3C008049. --MGMKNFSISLIFFAIPLIFFHKNGVSLASADQTLIQKTCTNTLYYKLCMSSLKSDPSS
MELO3C006266. MSFTYTHRYIALAFSFVVLLNFEPISANDIVSRTCETSAARDPNVRLDFCLRSLAAAPGS
Kok ok oxo ok, : .o P
MELO3C008049. LTADTKGLATIIMASIGAANATATSTYLSSQLPTSSSAATNANNNKTKLLRQCSEKYAFAA
MELO3C006266. DTADLYELGAISIRLIGRNATSTQRYIERLLKNEKKKSSSDSYIRPRLS -DCEELYSDAV
Fokox ¥,k R T O S S T
MELO3C008049. EALRESLKDLADETYDYAYMHVSAAADYANVCRDAFKGFPAVSYPAKLGRREEGLKRICR
MELO3C006266. ETVGEAAAEYGRKRYDEVNVKLSSVMDAVTTCEDGFKEMESRVSP--LTKRNGDVFELAA
koo koo kR nrrkr xR R Rk A
MELO3C008049. VVLGILDLLGW
MELO3C006266. IALCILDLRP-
:_* %k kk ok

Similarity results (http://imed.med.ucm.es/Tools/sias.html software)

MELO3C008049.2 100%
MELO3C006266.2 32.08% 100%

8) Polygalacturonase

MELO3C008049.2 MELO3C006266.2

MELO3C011986. MPTKMASLFSFINSNLFLSITALIQITLVISSNNSTEMDKLFLLSLLGLLIIAYGVSGTF
MELO3C023627. MP—-MEKLY-——KNPIKAQVMKMVILGVIMAAALMDEVE --------------- GRRGKV
o H trotrororiii: ¥t X,
MELO3C011986. VSDSDIDMIEELESFDIEEEDDDVVYSYTVPAWRSERGSKILMNVDSFDAVGDGVTDDTM
MELO3C023627. KKGKKAKI - --LEGNGIE--------- YGAINCRAHTAS----- ITEFGGVGDGVTSNTK
. **_ _** * . *: .* : _*._******_:*
MELO3C011986. AFRKAWETA- - -CSTSKSVLLVPKEKRYLVNATTFKGPCKDGMVIQIEGTIVAPDEPELW
MELO3C023627. AFQAAVERLGQYANDGGAQLYVPAG RWLTG--SFNLTSHFTLFLHQDAVLLASQDPNEW
kxR X O S I I ¥ o0k
MELO3C011986. D----- PKFPR------- QWLEF---TKLNAATFQG-DGVIDGSGEKWWAESCKKNKSRP
MELO3C023627. PVVEPLPSYGHGRDTSGGRYISLIFGTNLTDVVITGNNGTIDGQGDRWW - QLFHQGKLKY
¥, R ¥k oL Rk kKR ke Rk
MELO3C011986. CKGAPTAFTIDSSSNIRVKGLTIQNSQQMHFTIARSETVRITEVRVSAPGDSPNTDGIHI
MELO3C023627. TR--PYLIELMYSRDIQISSLTLLNSPAWNVHPVYSSNILIQGITIIAPVRSPNTDGINP
PR * :*.:' ** %k s, . *._: * [ k% *******
MELO3C011986. TQSTNVVVQNSKISTGDDCISIVNA--SSGIK--------- MKGISCGPGHGISIGSLGK
MELO3C023627. DSCTNVRIEDCYIVSGDDCVAVKSGWDEYGIRFGLPTKQLVVRRLTCISPTSAVI -ALGS
LOREER o R Rk e ¥E, .ontk oL R kR
MELO3C011986. DNSTGIVTKVVLDTAFLRETTNGVRIKTWQGGSGYVRSVRFENVRMEDVENPIIIDQFYC
MELO3C023627. EMSGGI - QDVRAEDIVAINSESGVRIKTGIGRGGYVKDIYVRRMTMHTMKWAFwMTGDYG
oK kR kL JRRRRRR R kkx L n R L *
MELO3C011986. DSPTTCETQTSAVKISQIMYRNISGTTTSKNAMKFACSDSVPCSNIILSNVNLEKTDGTV
MELO3C023627. SHADKNYDPHALPVIQGINYRDMV VENATMAARLEGISGDTFTDICISNVTIGLAPKAK
e : ¥,k kkg R P S Sl S
MELO3C011986. ET--YCHAAQGFGYGIVHPSADCLTSSDNNFAALDQ--TQVLELETVQLPTEQHIVHTEL
MELO3C023627.

KQPWTCTDVEGITSQVTPPPCDLLPDQGEEKITTCKFPEDNLPIDAVQLKKCSYQFSHA—

o, Xk X [ X skkx

Similarity results (http://imed.med.ucm.es/Tools/sias.html software)

MELO3C011986.2 100%
MELO3C023627.2 26.97% 100%

MELO3C011986.2 MEL03C023627.2
9) Sucrose synthase

MELO3C@15552.2
MELO03C025101.2

MAERVLNRVH--SLRERLDETLIAQRNEILGLLSKIEAKGKGILQHHELIAEFETIPEE-
MASLVVNHHNGESIGDGIVEALKQNQNYMKTCFGKFVEKGNRSLKKKELMEEMELVIDDK
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MELO3Ce@25101.
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MELO3Ce@25101.
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MELO3Ce@25101.
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MELO3Ce25101.
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MELO3Ce25101.
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Similarity results (http://imed.med.ucm.es/Tools/sias.html software)

MELO3C015552.2 100%

MELO3C025101.2 65.5%
MELO3C015552.2 MELO03C025101.2

100%

10) Trehalose phosphate synthase

MELO3C013838.
MELO3C018715.
MELO3Ce@12010.

MELO3C013838.
MELO3C018715.
MELO3Co12010.

MELO3C013838.

N

MVSRSYSNLLELASGGCSPTFGLGRERKRLPRVATVAGVLSELDDDSCNSTGSDAPSSVA
MISRSYTNLLDLASG- - -NFPAMEVKKKRFPRVMTVPGNVAELDDDQAYSVTSENPSSIS
MASRSTANFLDLASG---DLLDVPRTPKSLPRVMTAPGIISELDDYGSNDGDSES -SSVY

* okokk ek ek eokokkk . *oeckkk ok k. ekokokok .. * . *k o

QDRMIIVGNQLPIRANRNEN-GDWEFSMDEDSLLLQLKDGLGEDVEVIYIGCLREEVDPR
SDRMIIVANQLPLRAKRREDDNSWSFSWNEDSLLLQLKDGLPEDMEILYVGSLKVDIQPE
RERKIIVANMLPLHAKKDGQSGKWCFSLDEDSILLQLKNGFSPEMEVIYIGSLKVEIDPS
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EQDDVAQTLLDRFKCVPTFLPPELFSKFYHGFCKQHLWPLFHYMLPLSPDLGGRFDRSLW



MELO3C@18715.
MELO3Ce@12010.

MELO3C013838.
MELO3C018715.
MELO3Co12010.

MELO3C013838.
MELO3C018715.
MELO3Co12010.

MELO3C013838.
MELO3C018715.
MELO3Co12010.

MELO3C013838.
MELO3C018715.
MELO3Ce@12010.

MELO3C013838.
MELO3C018715.
MELO3Ce@12010.

MELO3C013838.
MELO3C018715.
MELO3Ce@12010.

MELO3C013838.
MELO3C018715.
MELO3C012010.

MELO3C@13838.
MELO3C018715.
MELO3Ce12010.

MELO3C013838.
MELO3C018715.
MELO3Ce12010.

MELO3C013838.
MELO3C018715.
MELO3Ce12010.

MELO3C013838.
MELO3C018715.
MELO3Ce@12010.

MELO3C013838.
MELO3C018715.
MELO3Ce@12010.
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Similarity results (http://imed.med.ucm.es/Tools/sias.html software)

MELO3C013838.
MELO3C018715.
MELO3Ce@12010.

2
2
2

100%

73.94%
72.55%
MELO3C013838.2 MELO3C018715.2 MELO3(C012010.2

100%

70.67% 100%



